Coxiella burnetii Dog Utad, with a 2 008 938 bp genome is a strain isolated from a parturient dog responsible for a human familial outbreak of acute Q fever in Nova Scotia, Canada. Its genotype, determined by multispacer typing, is 21; the only one found in Canada that includes Q212, which causes endocarditis. Only 107 single nucleotide polymorphisms and 16 INDELs differed from Q212, suggesting a recent clonal radiation.
Coxiella burnetii is a Gram-negative bacterium with a complex intracellular cycle belonging to the c-proteobacteria [1] . To date, 13 genomes are available from the NCBI [2] . Our strain, Dog Utad, was isolated in Marseille from a dog responsible for a Q fever familial outbreak in Nova Scotia, Canada [3] . This female dog was a hound that had caught rabbits during its pregnancy and gave birth to four pups. All of them died within 24 h after birth. All three family members (mother, father and son) who were present during the delivery, developed pneumonia in the 2 weeks following parturition. Index case was the mother, who helped with the delivery and cleaned up afterward. Serological data confirmed acute Q fever in the mother and the son and C. burnetii was isolated by shell vial technique [4] from the dog uterus, which was removed 70 days after parturition, frozen and shipped to our laboratory [5] .
Genotyping was performed on the strain using multi-spacer sequence typing (MST) [6] , a technique based on the variability of ten intergenic sequences. The genotype MST 21 was identified and confirmed by BLAST of the genome [7] against Cox sequences (10). We compared the Dog Utad strain to the seven available strains. A comparison of the COG categories showed that Dog Utad follows the same trend as the other available C. burnetii genomes, but with more similarities with CbuG_Q212, a genome previously deposited in GenBank corresponding to a strain from a Canadian man presenting with Q fever endocarditis and having the same genotype (MST21).
Coxiella burnetii Dog Utad reads best covered (98%) the Coxiella burnetii CbuG_Q212 genome with a maximum coverage of 1482 and an average coverage of 173. Moreover, the final Dog Utad sequence was the same size as CbuG_Q212 (2 Mb) and there were only 80 gaps (for a total of 52 047 bp). The genome is characterized by a consensus sequence of 2 008 938 bp (G+C content 44%). It encodes 1896 proteins and carries 44 tRNA and one ribosomal operon.
To the best of our knowledge after analysing 335 strains with available MST from around the world, MST21 was the only genotype identified in Canada. Two other strains from humans presenting with Q fever endocarditis, two from cats and one other from a dog from Canada were also identified as MST21. The uniformity of geographical and genotypic criteria allows us to define the Canadian geotype, which corresponds to the genotype MST21, infects cats, dogs and humans and is responsible for acute Q fever and endocarditis in the Canadian population. It was also found in two French patients [6] and in Alberta, Canada.
We found only 123 mutations (70 of them in putative open reading frames (ORF)) when compared with CbuG_Q212: 107 single nucleotide polymorphisms (SNPs; 67 in ORF), eight insertions (one ORF) and eight deletions (two in ORF). Forty-seven of the 70 are non-synonymous mutations, corresponding to 44 mutated genes. These genes encode for 17 proteins involved in metabolism, five transporters, three membrane proteins, three proteins of signal transduction, three translation proteins, two transcription proteins, two chaperone proteins, three hypothetical proteins, one type IV secretion system protein, one DNA replication protein, one protein involved in cellular processes, one organic solvent tolerance protein, one isomerase and one stress protein (Table 1 ). This very low number of SNPs suggests a very short genetic distance between these two genomes, suggesting a recent clonal radiation of C. burnetii MST21 in Canada. 
Nucleotide Sequence Accession Numbers
Strain Dog Utad has been deposited in GenBank under the project accession number PRJEB4294. The version described in this article is the first version, PRJEB4294. 
